KDM1A promotes tumor cell invasion by silencing TIMP3 in non-small cell lung cancer cells
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MATERIALS AND METHODS
Microarray and computational analysis
Total RNA, including small RNA from xenograft tissues, was extracted using a miRNeasy Mini kit (Qiagen, #217004). RNA was amplified into cDNA using an Ambion WT expression kit (Life technologies, #4411973). Sense-strand cDNA was fragmented and labeled using an Affymetrix GeneChip WT Terminal Labeling kit (Affymetrix, #900671). Subsequently, labeled DNA was hybridized to an Affymetrix GeneChip Human Transcriptome Array 2.0 using a GeneChip Hybridization, Wash, and Stain Kit (Affymetrix, #900720). The GeneChip Human Transcriptome Array 2.0 covers over 245,000 coding transcripts and over 40,000 non-coding transcripts. After washes, the array was scanned by a GeneChip Scanner 3000 7G (Affymetrix), and array data were analyzed using Affymetrix Expression Console Software and Transcriptome Analysis Console (TAC) Software.
Microarray data were normalized using the updated RMA sst (signal space transformation) algorithm in an Affymetrix Expression Console. One-way between-subject ANOVA (unpaired) tests were used to identify genes that were differentially expressed between the control and experiment groups. After the significance and FDR analyses, we selected the differentially expressed genes according to p-value thresholds. A p value < 0.05 was considered a significant difference [2] [3] [4] . Hierarchical clustering (Cluster3.0) and TreeView analysis (Stanford University, USA) were performed based on the results for the differentially expressed genes.
The microarray data discussed in this paper have been deposited in NCBI's Gene Expression Omnibus (GEO) and are accessible through GEO Series accession number GSE71358 (http://www.ncbi.nlm.nih.gov/geo/ query/acc.cgi?acc = GSE71358).
GO analysis
The Database for Annotation, Visualization and Integrated Discovery (DAVID) v6.7 was used to identify the significant biological processes that were associated with the differentially expressed genes in both the control and experimental groups [5, 6] . 
